. Auxin responsive proteomes of Arabidopsis roots at 30 min and 120 min (2h). iTRAQ intensities, log2 ratios and P-values for all proteins detected. Proteins with a P-value  0.05 were considered to be significant and are listed as separate sheets within the file. Data analysis was performed using Perseus as described in the methods.
. GO enrichment analyses performed on differentially expressed proteins using Panther identified several biological processes enriched at both 30 min and 120 min following auxin treatment in roots. Table S3 . Proteins in common between this study and another recently published auxin proteome study by (11). Table S4 . Primers used in this study for genotyping and RT-PCR. Table S5 . Peptide sequences used for targeted proteomics assays for auxin receptor proteins. Table S6 . Annotated spectra need for the 95 proteins with single-peptide identifications from Table S1 . (green), AFB3 (orange), AFB4 (blue), and AFB5 (cerulean) shown with predicted cleavage sites as forward slashes; this sequence was synthesized and cloned into a pUC57 backbone. 
